Figure S1
Low-resolution crystal structures tend to be larger than high-resolution ones. The mean 3.5-4Å asymmetric unit (608 kDa) is approximately 11.5 times larger than the mean of the ≤2Å cohort (53 kDa).
S2. Masking of maps to an atomic selection
Selecting one or more atoms in the main ChimeraX window and clicking "Mask map(s) to selection"
in ISOLDE results in a visualisation similar to that in Figure S2 , with all maps masked to within 5Å of the selection. While this will work for any arbitrary atom selection, in practice it is most useful for isolating continuous sequences or β-sheets for examination. This is performed automatically every time a new simulation is started. shown in a thinner stick representation, while the remainder of the structure is reduced to a minimal backbone trace.
S3. Performance benchmarks
Benchmarks were run using identical selections encompassing part or all of the MCM-2 complex on the two recent-model laptop computers ("ultrabook" and "desktop replacement") described in Table   S1 . The equilibrated MCM-2 model was loaded in ISOLDE along with the sharpened map, and simulations were started from identical selections on each machine. The desktop replacement machine supported usable interactive simulations up to approximately 20,000 atoms (approx. 1,200 protein residues). The ultrabook, meanwhile, was able to run marginally interactive simulations (3-5 coordinate updates per second) up to approximately 4,000 atoms, sufficient for remodelling around e.g. individual residues or loops. Simulation of the entire 60k atom MCM-2 complex is possible on the ultrabook -while the speed is far too low to be interactive, it would be sufficient to noninteractively settle the model into the map within 10-20 minutes. 
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S4. With great prestige comes great responsibility
For all eleven current structures containing the MCM-2 complex (3ja8, 3jc5, 3jc6, 3jc7, 5bk4, 5h7i, 5u8s, 5u8t 5udb, 5v8f, 5xf8) I extracted the chains common to 3ja8 and analysed them using phenix.molprobity. For each peptide bond that appeared in a cis or twisted conformation in any structure, I counted the number of times the same bond was cis or twisted in any of the other structures (0). While this analysis is hampered slightly by varying levels of completeness of the different structures, it is clear that the majority of erroneous peptide bonds in 3ja8 have carried through to subsequent models.
Number of times each residue appears in cis or twisted conformation amongst the eleven current structures of the MCM-2 complex. Each number on the right-hand side gives the count of cis points in the corresponding row. Many errors appearing in the original 3ja8 have been carried through to all subsequent models, and only 16 such conformational errors are unique to a single structure
